Guide to this Supplement

Figure 8.2 lists non-epiplastin proteins proteins that localize to
cortical domains in eukaryotic organisms.

Figures 8.3-8.17 show the amino-acid sequences and
predicted secondary structures of a subset of these
non-epiplastin proteins (green font in Fig 8.2) that localize to
cell-surface domains in eukaryotic microorganisms.

Figure 8.18-8.23 show the amino-acid sequences and
predicted secondary structures of non-epiplastin
proteins that are known to be dominated by B-strand domains.
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These proteins have been identified in various publications as associated with
the cell surface of organisms that assemble epiplasts, or as being homologous
to such proteins, but their sequences and/or predicted secondary structures
indicate that they are not members of the epiplastin family.

Green font: sequences and predicted secondary structure are found on
subsequent slides (in parentheses)

Cowpox virus A-type inclusion protein BAA00222.1

Euplotes aediculatus platein precursor a-1 AAM94462.1
Euplotes aediculatus platein precursor a-2 AAM94463.1
Euplotes aediculatus platein precursor fy AAM94464.1
Plasmodium membrane skeleton protein XP_001351115.2
Symbiodinium MMETSP1367_c7881 g1 i1 g17673 (8.3)
Tetrahymena pyriformis Epiplasmin C AAF85984.1

Tetrahymena thermophila TTHERM 00688340 EAS06694.1 (8.13)
Tetrahymena thermophila EPC1 EAR95236.2

Tetrahymena thermophila XP_001016574.1 (8.11)

Tetrahymena thermophila Tetrin A EAR87868.2 (8.14)
Tetrahymena thermophila Tetrin C EAR86044.1

Tetrahymena thermophila Tetrin D EAS03720.1

Tetrahymena thermophila TtDBF1 EAR96064.1

Tetrahymena thermophila TTHERM_00006110 EAR87847.2 (8.12)
Tetrahymena thermophila TTHERM 00578520 XP_001022853.2
Tetrahymena thermophila TTHERM 00945250 XP_001026632.2
Tetrahymena thermophila TTHERM_ 00578520 XP_001022853.2
Toxoplasma gondii IMC2A AAK38356.3

Toxoplasma gondii IMC2A XP_002366439.1 (8.15)

Toxoplasma gondii IMC18 EPR57770.1 (8.17)

Toxoplasma gondii IMC19 EPR63851.1

Toxoplasma gondii IMC20 EPR64642.1

Toxoplasma gondii ISP1 XP_002365245.1

Toxoplasma gondii ISP2 XP_002372015.1

Toxoplasma gondii ISP4 XP_018637272.1

Toxoplasma gondii RNG2 XP_002366936.1

Trichomonas vaginalis XP_001582404.1 (8.4)

Trichomonas vaginalis EAY04230.1 (8.7)

Trichomonas vaginalis EAX98628.1 (8.8)

Trichomonas vaginalis EAY12684.1



Symbiodinium MMETSP1367_c7881_g1_i1_g1/673
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Trichomonas vaginalis XP_001582404

First half of sequence. Repeats in green and red. Predicted
Secondary structure in slide 8.6.
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Trichomonas vaginalis XP_001582404

Second half of sequence
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XP_ 001582404
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Trichomonas vaginali

Predicted secondary structure
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Trichomonas vaginalis EAY04230.1

Predicted secondary structure next slide
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Trichomonas vaginalis EAY04230.1

Predicted secondary structure
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Trichomonas vaginalis EAX98628.1

Predicted secondary structure next slide
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Trichomonas vaginalis EAX98628.1

Predicted secondary structure
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Toxoplasma IMC2A XP_002366439.1

(First half of sequence)

MERRTRPDVSPRWQARRIHFVWLTALAVPIFLLFPSLSLLESTSSAGCSG
IQCFASFPGVAAGSTHS

REGADPSPQETLMQPRRLSGIIKTLVLWDPVQRLMPSLNLDSVVFVAGKH
KADRSAAFHTTMDDVMTLLLRWFN

EKDKPNWLLQGFVTEAALF

REHVRYQDQMIHEQTQNQSEQQPTDPQAGM

DKVLNIEVYTYLAGAKRRVRDWICDGNTFMRTGEEGSHAFKQPFLT

ERDVGFLRGLPYNVLRVARGVYSKRVPASVKRLQEELFHRGIRTLNDLLLK
TNLMDLFVLFDIM

DESFTQIDVL

REFSNRWKKYRAEEVVPPLLPPGKWEG

ERSIEELMRDDHYPSMKFPRCTMLKCVMQDTWSKNAVETITV

EK

KDTNSLKLLLIGNTGIGEYKSRA

ERKGLWYKLKRFLWTN

EFDQTVSALAKWHAE

EKADAVLGLGDFLGIPGPLSARD

ERFTKRWYDIFV

KDAKLDIPWLMTLGEEEALVNPSASVRHHYTGEHPNWYMPNDAYTATFSFS
TSMTMANGTIQHEAFNATVINVNTWNLFVGNPIANNMQSMM

DRLMWLSDQLYTAVNQTTNWLIIMGHLPLVSTGPQGEQGRLQYVDDLYKNG
QPRGPEAVLIQMLLSHYQVDLYVSAHDHFMEYVALEDLSKNTTTAF
ITSGAAVRLL

DKDVGRGWIGRLRGALYPILCWSGRRILYAFHPGGCHP

ERWDQNQAYRFFAPVNSQYKVNIV

ERVTKATGFAALRLT

KDYLVAEFIDSRSKKLAGRRASKRSN

KDQRDIQFMDPVAEGRLRYDELEAARSAFADANE

ERIS

KEIQFARQCPILAQRIKFYQTEINDLVSKDQIGKQ

KDAYEVMDDNTIEILLSEGVNVVSRIAQAVSEMNVLAGDY
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Toxoplasma IMC2A XP_002366439.1

(Second half of sequence)

ERDAAFDAGLEASRVPPPEAEGRKVTPVPAPHVQANLETQGRSRADALM

HEFNGGEDEIAVIDEAIRVSPLLSPE

SVHVFRAWNQFFGSMHNTRFKSLLKTLKKGLKFVHETFKPVGARGEALEAS

KEPTPYKQLEPIDLGPVDSCLQVPMLEYHVEIALHPTMQKYIK

EKRLAALKDQAEQEAQEANVDPEAKRAGSGSRRLFELFEPK
DKCIFIFAQMAYQTQYRVIQPVHLYLRSHKGLQTLLYRVP

EKLVGPVQDLPQKKADL
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Secondary structures of proteins predicted, and in most cases
shown by biophysical techniques, to adopt B-sheet topologies, but
lacking the amino-acid profiles of epiplastins
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Muscle titin modules (human)
upper: PDB 1TIU
lower: PDB 2RQ8 A

I1¥EEEEHEHESSLIEVEKPLYGVEVFVGETAHRFEIELSEPDVEGQWEKLEKG(QEPL
SITASPDCEITITEDGEKKHEILILENCOQLGMNTGEVSFQAANAKSAANLEKYVEKEL

KEY Helix Sheet Disordered D"‘_"f’effd ) _°°“‘Pf°d '_’0"‘5_55‘\

IMLIEVEKPLPGVEVFVGETAEFEIELSEPDVEGQWKLEKGQPLAASPDCETI
SITEDGEKEKHEILILENCQLGMTGEVSFQAANTEKSAANLEKVEKELLEEHREEHREEHTH

A A’ B C
LIEVEKPLYGVLVFVGETAHFEIELSEPDVHGQWKLKGOPLTASP
1 20 30 40

10
DCEIIEDGKKHILILHNCQLGMTGLVSFQAANAKSAANLKVKEL
50 60 70 80 89

(a) sequence and secondary structure

N-terminus

% C-terminus

(b) native structure (c) extension of 10 A (d) extension of 25 A



B-Keratins

Chicken NP_001001310.2

IS CYKEMNISSRCLPPCEVTCPQPYADACSQPCVTSCGDSRAVVIPPPVYVI
S1ITFPGPILSSCPQESIVGSSAPAGIGS SFGYESSLGIRELSGFFGPPNMNATEG G
10018 P YT KYGRSFSSYGYGGYGAGSC CRPC

Gekko ABU98606.1
INS8YCGPSFAVPSYASTPAIGFGSAGFGYGGLHESGTITIGSGSPAFAVPSTIA
518 APAVGFGSVGELGYGGLHESGTLIGAGSPSFAVPSVASAPVVGFGSASLGDV
W¥TGEVPSASLGILSGVNPSAINQIPPAEVVIQPPPSVVITLPGPILSATGESTP?
B1V8SVGEGNTPCAVSYGGS S8GLSIGSGLYGGFSRGLSGGS FGAIGGRLGSTUYG
WG6ERRGEGSLILGRRGSTCLVPYQ

Finch OWK51963.1
I8 CYDLCRPCGPTPLANSCNEPCVRQCOQDSRVYIQPSPVVVTLPGPILSS
SIFPQNTAVGSSTSAAVGSILSEEGVPINSGGFGLSGLSGLEFPPATANSCTY
WDLCAPTSCGPTPLANSCNEPCVRQCOQDSTVVIQPSPYVVTLPGPILSSTF?P
B1QNTTVGS SASBSAAVGESALSAGGVPISSGSSLGEGFGGFGYPGLGSGY SRPYRR

01Y ¥ASRSGFYGPC

Skink CCK73385.1
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Porin (Mesorhizobium opportunistum) AEH89755.1

MNIKSLLLGSAAALIAVSGARAADAVVVAEPEPAEYVKICDVYGAGYFYIPG
TETCLRIGGYIRYDIGAGDVNGLTDVNDRSDPGSLNDTFYKHARFALKTWT
GQETELGTLKTYTETRFNWETQREGGNYAVAAGRGVSLNFAWIQLGGFR
VGKDESAWVTFSGYAGNVIDDSLVGYGGDFDTGVVQYYFDAGNGFSAVV
SLEDGAGANTVDSYVPHIVGGVKYTQGWGSISATGVYDSVWEEWGGKVR
VDVNASDALSLWAMVNYGSESNVIHNSFKNWEGNWAVFGGGTYKFNEKT
SFNAQVSYDEGKSLGVAANIAYNIVPGFAIIGEVDYVNKATSDYRAVSSDGF
GGMLRFQRDF
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Trichomonas vaginalis EAX91117.1

MADELKLCSTIGFSGQVAGGLIAHPDNKHIIYPLGSILVVMEKGKAATQRFL
TGHTSEITAIAVSRSGHYIASGQYSAIDQESTLILWDFDKMAQVAKWTMH
KDSIRCLSFSMSDKYLASLGGDDRIVIWDVARRAGLNGSTATIGSTGGCN
CVGFSNNDDQFFVSAGDTNVRFWRIDEERRNFTADNMKLDITKRNVTAL
SLDANDTYVYCGTTTGDVLKVHCEQKKLITVGPRKPIGEGITALQVTPWG
DIAVGSGCGRVAILDAGDLHAITGTDLQGRVTSVSVVPRTNSEILCGTSES
DICSINTDTFKASILSKGHSSAISDVFFPERSSDMFLTCSSGGFHVWNSRT
YQELLRVSLARSECNCIAVPADGKIILTGWSDGRIRGYAPQSGRELWVING
AHLNGVTAIAARGSFIVTGGMTGDISIWELGAKNMHLVKTLKEHHQMVSQI
KFSRDGNEFWSCSHDGSVIIWDANRVVSRQRFMQQAFFNGADVHTETGI
LVTVSSDKRIVFWDGFNASIIRELEASVNAQPNSICLSPDETKFVTGGDDK
LVKVWGFQTGQLEALGKGHCGNIKKAIYSPDQSIIVSVGAEGGIYIWKMK

ELKULTCSTTIGT F S GQVAGGLTIA A HRPUDNKT KT HTITIZYZPULSGSTIULUVVMET KSG
G HT S E I TATIA AV SRSGHYTIASUGH QYA ATIDOQOE STTULTITULW®WDTFDI KM ADZQ
8§ I RCL S F S M 8 DKZYULASLGG GD D DRTIVTIW®WDVARIRAGILIUEKGS STATI
G F 8 N KN DDQFF VS AGDTN NV VR RTFWRTIDTETEURU RNKNKTFTAUDINKMMETEKT LUDTITK
A NDTZYV Y CGTTTGDP VLI KVYVHCEU I KT KTLTITVSGPRIEKUPTIUGTESGTITA AL
V6 8 GCGRVAIULDAGDTLU HATITS GTU DDLU OQGRUYVT SV S V V PRTUNSETI
€C S I N TDTTVFI KA STIILSIKGH HSSATISDVF FTFUPEWRSSUDMXXTFULTUTCS SS8 GG
Q ELLRVYVSLARS SETCNKTCTIA AVUZPADGTE KTITIULTT GMW®WSUDURTIMRGTYAUPU QS SG
HL KNG VT ATIAARGS ST FTIUVTA GO GMETUGDTISTIWETLSGA ATZ KNDNMMH EHETLTVIE KTTLK
K F 8 RD GNZETFW S CS HD OGS V I I WDANKURUVYVYSRUORTFMO0OATFTFNKGA
VTV S S DKRTIVFWDGT FNA A STITIRTETLTEA ASVNKAOQPU N STIOCLSU®PDTET
L VKV WG FQQTGOQLEA ALSGI KSGH HTCGN NTII KT KA ATITYS SZPUDOGQSTITIUVS VG ATE
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